
Research Article
Decreased Frequencies of Th17 and Tc17 Cells in Patients
Infected with Avian Influenza A (H7N9) Virus

Jiaqi Bao,1,2 Dawei Cui ,1,2 Xiaochen Wang,1,2 Qianda Zou,1,2 Dejian Zhao,1,2

Shufa Zheng,1,2,3 Fei Yu,1,2 Li Huang,1,2 Yuejiao Dong,1,2 Xianzhi Yang,1,2 Guoliang Xie,1,2

Weizhen Chen,1,2 and Yu Chen 1,2,3

1Center of Clinical Laboratory, The First Affiliated Hospital, Zhejiang University School of Medicine, Hangzhou,
Zhejiang 310003, China
2Key Laboratory of Clinical In Vitro Diagnostic Techniques of Zhejiang Province, Hangzhou, Zhejiang 310002, China
3State Key Laboratory for Diagnosis and Treatment of Infectious Diseases, Collaborative Innovation Center for Diagnosis and
Treatment of Infectious Diseases, The First Affiliated Hospital, Zhejiang University School of Medicine, Hangzhou,
Zhejiang 310003, China

Correspondence should be addressed to Yu Chen; chenyuzy@zju.edu.cn

Received 14 October 2018; Revised 6 February 2019; Accepted 19 February 2019; Published 2 April 2019

Academic Editor: Peirong Jiao

Copyright © 2019 Jiaqi Bao et al. This is an open access article distributed under the Creative Commons Attribution License, which
permits unrestricted use, distribution, and reproduction in any medium, provided the original work is properly cited.

The outbreak of avian influenza A (H7N9) virus infection, with a high mortality rate, has caused concern worldwide. Although
interleukin-17- (IL-17-) secreting CD4+ T (Th17) and CD8+ T (Tc17) cells have been proven to play crucial roles in influenza
virus infection, the changes and roles of Th17 and Tc17 cells in immune responses to H7N9 infection remain controversial. In
this study, we found that the frequencies of Th17 and Tc17 cells among human peripheral blood mononuclear cells (PBMCs) as
well as IL-17A protein and mRNA levels were markedly decreased in patients with acute H7N9 virus infection. A positive
correlation was found between the serum IL-17A level and the frequency of these two cell groups. In vitro infection experiments
revealed decreased Th17 and Tc17 cell frequency and IL-17A levels at various time points postinfection. In addition, Th17 cells
were the predominant sources of IL-17A in PBMCs of patients infected with H7N9 virus. Taken together, our results indicate
immune disorder in acute H7N9 infection and a restored Th17 and Tc17 cell frequency might serve as a biomarker for
predicting recovery in patients infected with this virus.

1. Introduction

A novel and highly virulent avian influenza A (H7N9) virus
associated with human death but no apparent death in poul-
try and wild birds has emerged in eastern China since March
2013 [1]. Avian influenza A (H7N9) virus is a novel influ-
enza A virus with a genome consisting of eight segments of
negative-sense single-stranded RNA [2]. Unlike other influ-
enza A virus subtypes, H7N9 infections are more severe, and
cases of infection with this virus are generally characterized
by acute community-acquired pneumonia that rapidly
develops into acute respiratory distress syndrome (ARDS),
multiorgan dysfunction (MOD), shock, and even death
[3–5]. To date, there have been five H7N9 infection waves

in China [6, 7], with 1,564 laboratory-confirmed cases and
at least 612 deaths, which constitutes an ongoing public
health threat [8].

Several studies have investigated the changes in immune
cell subsets and cytokine profiles of patients with H7N9
infection. For example, Huang et al. reported elevated levels
of cytokines and antibodies in serum samples of H7N9
patients with acute infection [9]. Chen et al. demonstrated
that the levels of T cell subsets were lower in critically ill
patients than in patients who recovered fromH7N9 infection
[10], and Diao et al. found patients with severe infection to
be lymphopenic, with significantly decreased CD14+ cell
antigen-presenting capacity and levels of related cytokines
[11]. Despite the distinct features of H7N9 infection, detailed
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knowledge of the immune status and immune patterns in
these patients remains limited.

Adaptive cell immunity plays a pivotal role in the
response to influenza A virus infections, and T cell-
mediated immune responses during H7N9 virus infection
have been reported to indicate host immune pathogenesis
or protection mechanisms [12]. Novel T cell subsets such as
Th17 cells [13] and Tc17 cells [14] have recently been
described. Human Th17 and Tc17 cells comprise IL-17-
secreting effector T cells that produce little IFN-γ [14–17].
These two T cell subsets are CD4+ and CD8+ T cells
[18, 19], respectively, and mounting evidence suggests that
Th17 cells, Tc17 cells, and IL-17A (IL-17) have beneficial
roles in immune responses to influenza virus infections.
Indeed, Wang et al. found that IL-17 mediated B-cell
responses and increase survival rates in mice infected with
the H5N1 virus [20], and Hamada et al. reported that
Tc17 cells protected mice against lethal H1N1 and H3N2
influenza challenge [14]. However, other studies have indi-
cated that IL-17-secreting cells may act as a “double-edged
sword,” exacerbating pulmonary inflammation and immu-
nopathology [21–23]. In some studies, H1N1 and H7N9
patients with severe infection showed elevated IL-17A
serum levels, and it was proposed that IL-17A might exac-
erbate lung damage and contribute to the pathogenesis of
disease [21, 24, 25]. All of these results highlight the need
for further research to clarify the changes in Th17 cells,
Tc17 cells, and IL-17A and their roles in influenza virus
infection, especially in H7N9 virus infection.

In this study, we investigated changes in Th17 and Tc17
cells in patients with confirmed H7N9 virus infection to clar-
ify the immune status in acute and recovery phases. In addi-
tion, we examined the potential roles of Th17 and Tc17 cells
and the major sources of IL-17A in H7N9 virus infection.

2. Materials and Methods

2.1. Patients and Blood Samples. A total of 30 patients were
admitted to the First Affiliated Hospital, Zhejiang University
School of Medicine, in the fifth wave of human influenza A
(H7N9) virus infection from October 2016 to April 2017.
In all patients, viral infection was confirmed by reverse tran-
scription polymerase chain reaction (RT-PCR) using clinical
samples such as sputum and throat swabs. Medical records
for all patients were collected and analyzed. The day of clin-
ical symptom onset was assigned as day 0. The acute phase
was defined as day 0 to day 10 from the onset of clinical
symptoms, and the recovery phase was defined as day 11 to
day 27, as described previously [11]. Peripheral blood sam-
ples during these two phases were collected from 20 of the
H7N9 patients. Serum was isolated, and blood cells were cen-
trifuged using Ficoll-Paque cell separation medium to collect
PBMCs (Cedarlane, Canada). In addition, PBMCs isolated
from 20 healthy volunteers and 20 H1N1(2009) patients were
obtained as controls. For in vitro infection experiments,
serum and PBMCs were isolated from 50 healthy volunteers;
PBMCs from another 6 healthy volunteers were collected
for indirect immunofluorescence assays. This research was
approved by the Research Ethics Committee of the First

Affiliated Hospital, Zhejiang University School of Medicine,
and informed consent was obtained from all patients.

2.2. Cell Culture. PBMCs were cultured at 37°C in a
humidified atmosphere of 5% CO2 and 95% air in RPMI
1640 medium (Gibco, California, USA) supplemented with
10% fetal bovine serum (FBS) (Gibco, California, USA)
and penicillin/streptomycin (100U/mL, 100μg/mL) (Gibco,
California, USA) and then seeded into 24-well tissue plates
(Corning Costar, New York, USA) and cultured for the indi-
cated time periods. Madin-Darby canine kidney (MDCK)
cells were purchased from ATCC and expanded in Dulbec-
co’s modified Eagle’s medium (DMEM; Gibco, California,
USA) supplemented with 10% FBS, penicillin (100U/mL),
and streptomycin (100μg/mL) (Gibco, California, USA)
and incubated at 37°C in a humidified atmosphere of 5%
CO2 and 95% air.

2.3. Virus Culture and Infection. The A/Zhejiang/DTID-
ZJU01/2013(H7N9) and A/Zhejiang/DTID-ZJU01/2009(H1
N1) viruses used in this research were isolated from patients
at the First Affiliated Hospital, Zhejiang University School
of Medicine. MDCK cell monolayers growing in DMEM
containing tolylsulfonyl phenylalanyl chloromethyl ketone-
treated (TPCK) trypsin (2μg/mL) (Sigma, Germany), peni-
cillin (100U/mL), and streptomycin (100μg/mL) (Gibco,
California, USA) were inoculated with each virus and incu-
bated at 35.5°C in a humidified atmosphere of 5% CO2 and
95% air. When 80-90% of the cell monolayer exhibited the
cytopathic effect (CPE), the cells were frozen and thawed
3 times, and viruses were harvested. The cultured virus stocks
were aliquoted and stored at -80°C until use. For infection,
cells were inoculated with the H7N9 or H1N1(2009) virus
(20μL/mL), and infection of human PBMCs was performed
as described previously [26]. At 12, 24, and 48 h postinfec-
tion, the cells and culture supernatant were collected for anal-
ysis. Mock-infected cells were cultured in parallel as controls.

2.4. Indirect Immunofluorescence Assay (IFA). Infected and
mock-infected cells were harvested at 24h postinfection
and immediately fixed on slides with 4% paraformaldehyde
for 30min at room temperature. The fixed cells were washed
with PBS and permeabilized with 0.5% Triton X-100. The
cells were then inoculated with a mouse anti-influenza NP
antibody (Abcam, UK) at 4°C overnight, followed by washing
with PBS and incubation with FITC-labeled goat anti-mouse
IgG (Abcam, UK) for 30min at room temperature in the
dark. DNA staining was performed using DAPI mounting
medium. The slides were then washed again and air-dried,
and images were captured using a Nikon Eclipse Ti-S fluores-
cence microscope.

2.5. Antibodies and Flow Cytometric Analysis. PBMCs were
harvested at the indicated time points postinfection. For
the preparation of samples, lymphocyte cell surface markers
were stained with the indicated labeled antibodies. To detect
intracellular cytokine production by different subsets of T
cells, PBMCs were stimulated for 6 h in 24-well plates using
50 ng/mL phorbol 12-myristate 13-acetate (PMA), 1μg/mL
ionomycin, and 500ng/mL monensin (eBioscience, San
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Diego, CA, USA). The cells were collected, fixed, and
permeabilized using the Fixation/Permeabilization Concen-
trate (eBioscience, California, USA) according to the manu-
facturer’s instructions. The following flow cytometry
antibodies were used for the analyzing cell type and cyto-
kine production: PE-CD4, APC-CD8a, and FITC-IL-17A
(BioLegend, California, USA). FITC-, PE- and APC-
labeled mouse IgG1·κ were utilized as isotype controls (Bio-
Legend, California, USA). Cells were analyzed using a BD
FACSCalibur flow cytometer and CellQuest software (BD,
California, USA), and the data were evaluated using FlowJo
software, version 7.6.5 (TreeStar, San Carlos, CA, USA).

2.6. ELISA. For cytokine analysis, serum was separated from
the blood of each patient, and culture supernatants were col-
lected at the indicated times after cell stimulation. The level
of IL-17A in the serum and supernatant samples were
detected using the LEGEND MAX™ Human IL-17A ELISA
Kit (BioLegend, San Diego, USA) according to the manufac-
turer’s protocols. Absorbance was measured at 450nm using
the SpectraMax i3x detection system (Molecular Devices,
California, USA).

2.7. RNA Extraction and Quantitative Real-Time RT-PCR.
To detect levels of IL-17A, ROR-γt, and GAPDH mRNA
expression, total RNA from human PBMCs was extracted
using the QIAGEN RNeasyMini Kit (QIAGEN, Hilden, Ger-
many), and cDNA was synthesized using a reverse transcrip-
tion reagent kit (Takara, Dalian, China) according to the
manufacturer’s protocols. Quantitative real-time RT-PCR
was performed using the QuantiFastTM SYBR Green PCR
Kit (QIAGEN, Hilden, Germany) with an ABI 7500 instru-
ment (Applied Biosystems, CA, USA). The primer sequences
were as follows: IL-17A, forward, 5′-CGGACTGTGATGGT
CAACCTGA-3′, reverse, 5′-GCACTTTGCCTCCCAGATC
ACA-3′; ROR-γt, forward, 5′-CAGAATGACCAGATTG
TGCTT-3′, reverse, 5′-TCCATGCCACCGTATTTGC-3′;
and GAPDH, forward, 5′-GTCTCCTCTGACTTCAACA
GCG-3′, reverse, 5′-ACCACCCTGTTGCTGTAGCCAA-3′.
All reactions were carried out in triplicate in the same plate.
The relative mRNA level was determined by normalizing
the level of the mRNA of interest to that of GAPDH, and
the ΔΔCt method was applied to evaluate and compare dif-
ferential gene expression between samples. The data were
analyzed using the ABI 7500 software, v2.0.5 (Applied Bio-
systems, CA, USA).

2.8. Statistical Analysis. P values between two groups were
calculated using the t-test for normally distributed contin-
uous variables or the rank-sum test for nonnormally dis-
tributed continuous variables. For more than two groups,
P values were calculated using one-way analysis of variance
(ANOVA) for normally distributed continuous variables
and the Kruskal-Wallis test employed for nonnormally dis-
tributed continuous variables. When examining categorical
variables, P values were calculated using the chi-square or
Fisher exact test. Correlations between variables were deter-
mined by Pearson’s correlation coefficient. Data were ana-
lyzed using SPSS 19.0 software. For all analyses, P < 0 05

was considered statistically significant, and all probabilities
were 2-tailed.

3. Results

3.1. Clinical Characteristics of H7N9 Patients. H7N9, a novel
subtype of influenza A virus, is normally confirmed by RT-
PCR for viral RNA. Since the first human case was identified
in 2013, five major waves of human influenza A (H7N9) virus
infections have occurred in Zhejiang Province, China [5].
There were a total of 30 patients with laboratory-confirmed
H7N9 infection in the fifth wave of human influenza A
(H7N9) virus infection. Of these patients, 16 were male and
14 female. The median age of all patients was 53 years
(IQR: 44-64.8). All patients had a history of contact with
poultry and developed fever, and the majority also developed
cough (90%), sputum (83.3%), and chest distress (63.3%).
The most common underlying comorbidities were hyperten-
sion (33.3%), diabetes mellitus (10%), malignancy (10%), and
chronic liver disease (6.7%) (Table 1). Laboratory results for

Table 1: Clinical features of patients with avian influenza A (H7N9)
virus infection.

Variable H7N9 patients (n = 30)
Demographics

Age, median (IQR) (years) 53 (44-64.8)

Sex, male (%) 16 (53.3)

Contact history with poultry, no. (%) 30 (100)

Clinical signs or symptoms

Fever, no. (%) 30 (100)

Body temperature, median (IQR) (°C) 40 (38.5-40)

Intolerance of cold, no. (%) 10 (33.3)

Dizziness, no. (%) 5 (16.7)

Headache, no. (%) 2 (6.7)

Muscle ache, no. (%) 5 (16.7)

Weakness, no. (%) 9 (30)

Cough, no. (%) 27 (90)

Sputum, no. (%) 25 (83.3)

Chest distress, no. (%) 19 (63.3)

Hemoptysis, no. (%) 3 (10)

Diarrhea, no. (%) 8 (26.7)

Nausea or vomiting, no. (%) 7 (23.3)

Underlying disease/condition

Hypertension, no. (%) 10 (33.3)

Diabetes mellitus, no. (%) 3 (10)

COPD, no. (%) 1 (3.3)

Coronary heart disease, no. (%) 1 (3.3)

Malignancy, no. (%)∗ 3 (10)

Chronic kidney disease, no. (%) 1 (3.3)

Chronic liver disease, no. (%) 2 (6.7)

Hematological disorder, no. (%) 1 (3.3)

Autoimmune disorder, no. (%) 1 (3.3)

Abbreviations: IQR: interquartile range; COPD: chronic obstructive pulmonary
disease. ∗Malignancy includes tumor and hematologic malignancy.
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the two phases of infection revealed significantly higher levels
of C-reactive protein (CRP), procalcitonin (PCT), activated
partial thromboplastin time (APTT), aspartate aminotrans-
ferase (AST), creatinine (Cr), lactate dehydrogenase (LDH),
and creatine kinase (CK) in the acute phase than in the recov-
ery phase (Table 2).

3.2. Changes in Th17 and Tc17 Cells among PBMCs of H7N9
Patients in the Acute Phase and Recovery Phases. To explore
changes in Th17 and Tc17 cells in patients with H7N9 virus
infection, PBMC lymphocytes were gated, focusing on Th17
and Tc17 cells by assessing CD4+IL-17A+ and CD8+IL-17A+

T cells using flow cytometry (Figure 1(a)). Cells from healthy
volunteers (HC) and H1N1(2009) patients were used as
controls. In the majority of patients with H7N9 infection,
the frequency of Th17 and Tc17 cells increased in the recov-
ery phase compared with the acute phase; the variations
observed may be due to individual differences (Figures 1(b)
and 1(c)). Th17 cell frequency in H7N9 acute-phase patients
was significantly lower than that in HC, H1N1(2009)
patients, and H7N9 patients in the recovery phase, and dif-
ferences among these three groups were not significant
(Figure 1(d)). Tc17 cell frequency in acute-phase patients
was only slightly lower than that of patients in the recovery
phase, but it was apparently lower than that in HC and
H1N1(2009) patients (P < 0 001). In addition, the difference
in Tc17 cell frequency between HC and H1N1(2009) patients
was not significant (Figure 1(e)).

3.3. Low Serum Protein and mRNA Levels of IL-17A with
Reduced Th17 and Tc17 Cell Frequencies in Acute-Phase
H7N9 Patients. We next focused on the protein and mRNA

levels of IL-17A, which is the effector for Th17 and Tc17 cells.
In H7N9 patients, the protein levels of IL-17A in the acute
phase were significantly lower than those in HC and
H1N1(2009) patients (P < 0 001) and were significantly
increased in the recovery phase (P < 0 001). However, the
difference between H1N1(2009) patients and HC was not
significant (Figure 1(f)). The changes of IL-17A mRNA were
similar to the protein level (Figure 1(g)). In addition, the
serum level of IL-17A was positively correlated with the fre-
quency of Th17 and Tc17 cells both in acute and recovered
H7N9 patients (Figures 1(h)–1(k)). These results suggest that
alterations in IL-17A levels might result from changes in
Th17 cell and Tc17 cell frequencies.

3.4. H7N9 Virus Effectively Directly Infected Human PBMCs
In Vitro. Isolated PBMCs from the peripheral blood of
healthy volunteers were infected with either H7N9 or
H1N1(2009) virus in vitro; mock- and H1N1(2009)-infected
cells were utilized as controls. At 24h postinfection, PBMCs
were fixed, permeabilized, and stained with an anti-NP fluo-
rescence antibody. As shown in Figure 2, abundant viral
nucleoprotein- (NP-) positive cells were observed in H7N9-
and H1N1(2009)-infected PBMCs but not in mock-infected
cells. These data indicate that the H7N9 virus can directly
infect human PBMCs in vitro.

3.5. The Frequencies of Th17 and Tc17 Cells Decreased in
Human PBMCs Infected with the H7N9 Virus at Different
Time Points Postinfection In Vitro. To explore the results
found for H7N9 patients, a flow cytometry assay was carried
out to investigate changes in Th17 and Tc17 cells among
PBMCs in vitro. Mock- and H1N1(2009) virus-infected cells

Table 2: Laboratory results for patients with avian influenza A (H7N9) virus infection.

Variable
H7N9 patients (n = 30)

P value
Acute phase Recovery phase

WBC, median (IQR) (×109 cells/L) 4.8 (3.43-6.98) 5.75 (4-9.65) 0.076

Neutrophils, median (IQR) (×109 cells/L) 4.2 (2.6-6.23) 3.6 (2.3-5.95) 0.561

Lymphocytes, median (IQR) (×109 cells/L) 0.4 (0.3-0.78) 1.2 (0.5-1.78) 0.001

CRP, median (IQR) (mg/dL) 92.9 (37.95-141.98) 12.1 (4.4-29.88) 0.001

PCT, median (IQR) (ng/mL) 0.31 (0.075-1.61) 0.04 (0.03-0.3) 0.005

TT, median (IQR) (s) 17.5 (16-20) 16.8 (15.9-18.1) 0.046

APTT, median (IQR) (s) 36 (31.1-44.8) 28.6 (24.3-34.3) 0.001

D-D, median (IQR) (ng/mL) 4723.5 (2166.8-8718.8) 2658 (1668-5641) 0.33

ALT, median (IQR) (UI/L) 36.5 (23.5-69.25) 34 (19-57) 0.713

AST, median (IQR) (UI/L) 65.5 (37.5-108.5) 27 (20-55) 0.001

TBIL, median (IQR) (μmol/L) 9 (6.25-14) 10 (7-15) 0.353

Cr, median (IQR) (μmol/L) 67 (49.5-109) 55 (46-78) 0.014

UA, median (IQR) (μmol/L) 123.5 (91.5-249.3) 155 (117-202) 0.614

LDH, median (IQR) (UI/L) 482.5 (313.5-810.3) 282 (224-358.5) 0.001

CK, median (IQR) (UI/L) 208 (83.5-593.8) 46 (22-125.5) 0.001

CK-MB, median (IQR) (UI/L) 21 (15-28) 12 (9.5-19) 0.001

Continuous variable data are given as the median (IQR). Values in boldface are significant (P < 0 05). Abbreviations: IQR: interquartile range; WBC: white
blood cells; CRP: C-reactive protein; PCT: procalcitonin; TT: thrombin time; APTT: activated partial thromboplastin time; D-D: D-dimer; ALT: alanine
aminotransferase; AST: aspartate aminotransferase; TBIL: total bilirubin; Cr: creatinine; UA: uric acid; LDH: lactate dehydrogenase; CK: creatine kinase;
CK-MB: MB isoenzyme of creatine kinase.
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Figure 1: Changes in Th17 cells, Tc17 cells, and IL-17A levels among PBMCs from H7N9 patients in the acute and recovery phases.
(a) Isolated PBMCs were gated initially for lymphocytes, and CD4+IL-17A+ (Th17) and CD8+IL-17A+ (Tc17) cells were then analyzed.
(b, c) The different frequencies of Th17 (b) and Tc17 (c) cells in the acute and recovery phases in different H7N9 patients (n = 20).
(d, e) Comparison of the proportions of Th17 (d) and Tc17 (e) cells obtained from HC and H1N1(2009) and H7N9 patients in the acute
and recovery phases (n = 20, respectively). (f) Serum levels of IL-17A in HC and H1N1(2009) and H7N9 patients (n = 20, respectively). (g)
The fold change in IL-17A mRNA levels in H1N1(2009) and H7N9 patients compared with HC (n = 20, respectively). (h, i) Correlation
analysis of serum IL-17A levels and Th17 cells (h) and Tc17 cells (i) in H7N9 acute-phase patients. (j, k) Correlation analysis of serum
IL-17A levels and Th17 cells (j) and Tc17 cells (k) in H7N9 recovery-phase patients. ∗P < 0 05, ∗∗P < 0 01, and ∗∗∗P < 0 001. HC:
healthy controls.
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were used as controls. Among H7N9-infected PBMCs, the
frequencies of Th17 and Tc17 cells were decreased at 12h,
24 h, and 48 h postinfection (Figures 3(b) and 3(c)). Among
H1N1(2009)-infected cells, the degree of Th17 and Tc17 cell
reduction was smaller, and Tc17 cell frequencies were signif-
icantly increased at 48h postinfection (Figures 3(d) and
3(e)). Figures 3(f) and 3(g) illustrate that the frequencies of
Th17 and Tc17 cells infected with the H1N1(2009) virus
were higher than in those infected with the H7N9 virus at
all time points assessed, and the differences were significant
at 48 h postinfection in both cell groups (P < 0 001).

3.6. Levels of IL-17A Were Reduced in PBMCs Infected with
the H7N9 Virus In Vitro. In our study, ELISA and RT-
qPCR were carried out to explore changes in IL-17A protein
and mRNA levels. After infection of the H7N9 and
H1N1(2009) viruses, both the protein and mRNA levels of
IL-17A were decreased at all time points postinfection com-
pared with mock-infected groups (Figures 4(a) and 4(b)
and Figures 4(d) and 4(e), respectively). However, the differ-
ence in the IL-17A protein level was not significant at 12 h
and 48h postinfection with the H1N1(2009) virus
(Figure 4(d)). As depicted in Figures 4(g) and 4(h), H7N9
virus-infected PBMCs showed a significantly lower level of
IL-17A protein at 48 h postinfection and less IL-17A mRNA
expression at 24h and 48h postinfection when compared to
H1N1(2009)-infected cells. Moreover, the mRNA level of

RAR-related orphan receptor γt (ROR-γt), a transcriptional
factor specific to Th17 cells, was also reduced at all time
points assessed after infection with both H7N9 and
H1N1(2009) viruses (Figures 4(c) and 4(f)). Furthermore,
ROR-γt mRNA expression was significantly decreased in
H7N9 virus-infected cells compared with cells infected with
the H1N1(2009) virus, which was consistent with the
changes in IL-17A mRNA (Figure 4(i)).

3.7. Th17 Cells Were the Predominant Sources of IL-17A
among PBMCs Infected with the H7N9 Virus. To explore
the principal source of IL-17A in PBMCs, IL-17A+ lympho-
cytes were gated and the proportions of CD4+CD8- (Th17),
CD4-CD8+ (Tc17), and CD4-CD8- cells were analyzed
(Figure 5(a)). As shown in Figure 5(b), the proportion of
Th17 cells was significantly higher than that of Tc17 and
CD4-CD8- cells among the PBMCs of both acute- and
recovery-phase H7N9 patients (P < 0 001). In in vitro exper-
iments, the proportion of Th17 cells was significantly greater
than that of Tc17 cells and CD4-CD8- cells at 12 h, 24 h, and
48 h postinfection with the H7N9 virus (Figure 5(c)).

4. Discussion

Since emergence of the avian influenza A (H7N9) virus in
March 2013, this novel pathogen has posed an ongoing threat
to public health. Indeed, this constitutes for the first time that
human infection with a low-pathogenicity avian influenza
(LPAI) virus has been associated with a high mortality rate
[27], which has caused concern worldwide.

This study enrolled 30 patients who had been infected
during the fifth wave of human influenza A (H7N9) virus
infection. According to the collected medical records, all
the patients had a contact history with poultry; most were
elderly adults with a median age of 53 years and had under-
lying diseases/conditions such as hypertension, diabetes mel-
litus, malignancy, and chronic liver disease. These results are
consistent with several previous reports [5, 28–31], demon-
strating that the elderly might be at a greater risk of H7N9
virus infection, especially those with underlying diseases/-
conditions [31, 32]. Additionally, collected laboratory results
revealed that CRP, PCT, and serum levels of AST, LDH, and
CK were higher in the acute phase than in the recovery phase,
suggesting that H7N9 virus infection may lead to severe
physiological derangement in acute-phase patients. Our find-
ings are consistent with several previous studies [1, 33–35].

Accumulating evidence demonstrates that Th17 cells and
Tc17 cells are IL-17-secreting cells that play important roles
in virus infection [36, 37], and it is well established that
Th17 and Tc17 cells can aggravate disease in patients with
chronic HBV infection [38, 39]. Another study revealed that
Th17 cells contribute to the pathogenesis of herpes simplex
virus infection [40]. However, it has not been shown conclu-
sively whether these two types of cells are protective or path-
ogenic in influenza virus infection, and the reported changes
in Th17 and Tc17 cells as well as their effector cytokine IL-
17A vary among studies. For example, several studies have
reported that by downregulating the viral burden in the lung
or mediating the B-cell response, IL-17A plays a protective
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Figure 2: H7N9 virus is able to directly infect human PBMCs
in vitro. Typical images of immunofluorescent staining of the viral
NP protein expressed in mock- (a–c), H7N9- (d–f), and
H1N1(2009) virus- (g–i) infected human PBMCs at 24 h
postinfection (n = 6). Green, NP; blue, DAPI counterstaining of
cell nuclei. BF: bright field; DAPI: 2-(4-amidinophenyl)-6-
indolecarbamidine dihydrochloride; NP: nucleoprotein. 100x was
used.
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role in H5N1-infected mice and enhances survival rates
[20, 41]. Another study revealed that viral load, lung dam-
age, and loss of lung function were all reduced after injecting
Tc17 cells into H1N1-infected mice [42]. These findings sug-
gest that IL-17 has a protective role in influenza by promot-
ing virus clearance. Conversely, other studies found
increased serum levels of IL-17A in the progression period
of influenza infection, reporting that IL-17A might exacer-
bate lung damage and contribute to disease pathogenesis
[21, 43]. In our current study, we limited our focus to
changes in Th17 and Tc17 cells in patients with confirmed
H7N9 virus infection. Our results showed that the fre-
quency of Th17 and Tc17 cells and the protein and mRNA
levels of IL-17A were markedly decreased in acute-phase
H7N9 patients and levels were restored in the recovery
phase. According to these results, we hypothesize that in
the acute phase, decreased levels of Th17 cells, Tc17 cells,

and IL-17A might hinder viral clearance and aggravate dis-
ease progression. Moreover, a restored cell frequency might
be an indicator for predicting recovery from human H7N9
infection. The controversy between our study and those
studies that reported increased IL-17A levels is likely related
to differences between individuals, study designs, and virus
strains. Nonetheless, whether these two types of cells are
protective or pathogenic in influenza virus infection needs
further study in the future.

Several studies have suggested that influenza virus is able
to directly infect B cells and T cells [44, 45]. In our study,
IFA results indicated that influenza virus could effectively
infect PBMCs in vitro, which was in accordance with the
previous studies [46, 47] and laid a foundation for ensuing
experiments. The results of in vitro infection experiments
suggested that compared with mock-infected cells, the fre-
quencies of these two groups of cells and IL-17A levels were
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Figure 3: Decreased frequencies of Th17 and Tc17 cells among human PBMCs infected with the H7N9 virus at the indicated time points
postinfection in vitro. (a) PBMCs isolated from healthy volunteers were infected with the H7N9 or H1N1(2009) virus at the indicated time
points after infection; mock-infected and infected cells were gated initially for lymphocytes, and CD4+IL-17A+ (Th17) and CD8+IL-17A+

(Tc17) cells were then analyzed. (b, c) Analysis of the proportions of Th17 (b) and Tc17 (c) cells among PBMCs after H7N9 virus
infection for 0, 12, 24, and 48 h. (d, e) Analysis of the proportions of Th17 (d) and Tc17 (e) cells among PBMCs after H1N1(2009) virus
infection for 0, 12, 24, and 48 h. (f, g) Differences in the frequencies of Th17 (f) and Tc17 (g) cells after H7N9 and H1N1(2009) virus
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reduced at all assessed time points postinfection with H7N9,
substantiating the findings for acute-phase H7N9 patients.
We also detected mRNA levels of ROR-γt, the key transcrip-
tion factor regulating expression of the Th17 [48] and Tc17
[49] signature cytokine IL-17A. Our results regarding
changes in ROR-γt mRNA support those for changes in
IL-17A. In addition, when compared with healthy volun-
teers and H1N1(2009) patients, significantly decreased
Th17 and Tc17 cell frequencies and IL-17A levels in acute-
phase H7N9 patients were found, though the difference
between healthy volunteers and H1N1(2009) patients was
not significant. Similar results were found in in vitro H7N9
virus-infected cells compared with H1N1(2009)-infected
cells. According to these results, we hypothesize that differ-
ent subtypes of influenza virus might have different impacts
on T cell subsets in response to infection [43] and the H7N9
virus might have a more significantly negative impact on
Th17 and Tc17 immune responses.

IL-17A is considered to be an important cytokine central
to innate and adaptive immune responses to bacterial, fungal,
and many viral infections [50, 51]. Accumulating evidence
demonstrates that IL-17A is produced by variety of cell types
such as γδ T cells, NKT cells, NK cells, neutrophils, and
eosinophils [52–54]. However, the major source of intracel-
lular IL-17A in PBMCs from H7N9 patients has remained
unclear. Our study results show that IL-17A was mainly pro-
duced by Th17 cells in PBMCs from H7N9 patients in both
the acute and recovery phases as well as at various time
points in in vitro infection experiments. Additionally, the
serum level of IL-17A was positively correlated with the fre-
quency of Th17 cells in H7N9 patients, revealing that
changes in IL-17A might predominantly result from changes
in Th17 cells among PBMCs from patients infected with
H7N9. Furthermore, other studies have reported that γδ T
cells are the major producers of IL-17 in herpes simplex
virus [40] and Mycobacterium tuberculosis [52] infection,
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Figure 4: Reduced IL-17A protein and mRNA expression in PBMCs infected with the H7N9 virus in vitro. (a–c) Changes in IL-17A protein
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and in Schistosoma japonicum infection, IL-17 is mainly
produced by NKT cells [55], suggesting that pathogens
might differently affect the phenotype and distribution of
IL-17A-producing T cells that act as the main source of
intracellular IL-17A cytokine.

There are several limitations to this study. First, our pre-
liminary results were based on a small sample size, which
might limit the validity and generalizability of our findings,
and further studies with larger sample sizes are required. Sec-
ond, although we identified decreased frequencies of Th17
cells and Tc17 cells in acute-phase H7N9 patients, further
analysis of the molecular and cellular mechanisms for regu-
lating Th17 cells and Tc17 cells in H7N9 infection is needed.
Third, animal studies are required to determine whether
these two types of cells are protective or pathogenic in
H7N9 virus infection.

5. Conclusions

In conclusion, our findings indicate that infection with the
novel avian influenza A (H7N9) virus can lead to immune
disorders in acute-phase patients. Furthermore, the restora-
tion of the frequencies of Th17 and Tc17 cells is a potential
biomarker for predicting the recovery of patients with
H7N9 infection.
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PBMCs. Figure S2: very few CD4+IL-17A+IFN-γ+ cells and

61.2%
1K

800

800

800

800

0
0 200 400 600 800 1K

SS
C-

H

FSC-H

2.91%
1K

800

800

800

800

0
104100 101 102 103

SS
C-

H

IL-17A

104100

104

104

102

101

100

101 102 103

CD
8

CD4

Q1
17.8%

Q4
14.9%

Q2
2.07%

Q3
65.3%

(a)

⁎⁎⁎

⁎⁎⁎
⁎⁎⁎⁎⁎⁎

⁎⁎⁎

⁎⁎⁎
⁎⁎⁎

H7N9

Th17 cells
Tc17 cells
CD4 CD8 cells

HC Acute Recovery

Pr
op

or
tio

n 
(%

)

100

80

60

40

20

0

(b)

12 24 48
Hours postinfection

⁎⁎

⁎⁎
⁎⁎⁎

⁎⁎⁎

⁎⁎⁎
⁎⁎⁎⁎

H7N9

Th17 cells
Tc17 cells
CD4 CD8 cells

Pr
op

or
tio

n 
(%

)

100

80

60

40

20

0

(c)

Figure 5: Th17 cells were the principal sources of IL-17A among PBMCs obtained from H7N9 patients and infected with the H7N9 virus
in vitro. (a) Isolated PBMCs were initially gated for lymphocytes and IL-17A+ cells, and the proportions of CD4+CD8-, CD4-CD8+, and
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CD8+IL-17A+IFN-γ+ cells in PBMCs infected with H7N9
and H1N1(2009) virus in vitro at indicated time points.
Figure S3: the frequency of IL-17A+IFN-γ- cells and IL-
17A+IFN-γ+ cells in PBMCs obtained from patients or
infected with H7N9 and H1N1(2009) virus in vitro at
indicated time points. (Supplementary Materials)

References

[1] Y. Chen, W. Liang, S. Yang et al., “Human infections with the
emerging avian influenza A H7N9 virus from wet market
poultry: clinical analysis and characterisation of viral genome,”
The Lancet, vol. 381, no. 9881, pp. 1916–1925, 2013.

[2] M. Husain, “Avian influenza A (H7N9) virus infection in
humans: epidemiology, evolution, and pathogenesis,” Infec-
tion, Genetics and Evolution, vol. 28, pp. 304–312, 2014.

[3] L. Yu, Z. Wang, Y. Chen et al., “Clinical, virological, and histo-
pathological manifestations of fatal human infections by avian
influenza A(H7N9) virus,” Clinical Infectious Diseases, vol. 57,
no. 10, pp. 1449–1457, 2013.

[4] Y. Chen, X. Li, L. Tian et al., “Dynamic behavior of lymphocyte
subgroups correlates with clinical outcomes in human H7N9
infection,” The Journal of Infection, vol. 69, no. 4, pp. 358–
365, 2014.

[5] S. Zheng, L. Tang, H. Gao et al., “Benefit of early initiation
of neuraminidase inhibitor treatment to hospitalized patients
with avian influenza A(H7N9) virus,” Clinical Infectious Dis-
eases, vol. 66, no. 7, pp. 1054–1060, 2018.

[6] H. Yang, P. J. Carney, J. C. Chang, Z. Guo, and J. Stevens,
“Structural and molecular characterization of the hemaggluti-
nin from the fifth-epidemic-wave A(H7N9) influenza viruses,”
Journal of Virology, vol. 92, no. 16, 2018.

[7] N. Wang, M. Sun, W. Wang et al., “Avian influenza (H7N9)
viruses co-circulating among chickens, Southern China,”
Emerging Infectious Diseases, vol. 23, no. 12, pp. 2100–2102,
2017.

[8] L. Song, D. Xiong, M. Hu, X. Jiao, and Z. Pan, “Enhanced
Th1/Th2 mixed immune responses elicited by polyethylenei-
mine adjuvanted influenza A (H7N9) antigen HA1-2 in
chickens,” Poultry Science, vol. 97, no. 12, pp. 4245–4251,
2018.

[9] R. Huang, L. Zhang, Q. Gu et al., “Profiles of acute cytokine
and antibody responses in patients infected with avian influ-
enza A H7N9,” PLoS One, vol. 9, no. 7, article e101788,
2014.

[10] X. Chen, Z. Yang, Y. Lu, Q. Xu, Q. Wang, and L. Chen, “Clin-
ical features and factors associated with outcomes of patients
infected with a novel influenza A (H7N9) virus: a preliminary
study,” PLoS One, vol. 8, no. 9, p. e73362, 2013.

[11] H. Diao, G. Cui, Y. Wei et al., “Severe H7N9 infection is asso-
ciated with decreased antigen-presenting capacity of CD14+

cells,” PLoS One, vol. 9, no. 3, article e92823, 2014.

[12] M. Zhao, J. Chen, S. Tan et al., “Prolonged evolution of virus-
specific memory T cell immunity after severe avian influenza
A (H7N9) virus infection,” Journal of Virology, vol. 92,
no. 17, 2018.

[13] A. Awasthi and V. K. Kuchroo, “Th17 cells: from precursors to
players in inflammation and infection,” International Immu-
nology, vol. 21, no. 5, pp. 489–498, 2009.

[14] H. Hamada, M. L. Garcia-Hernandez, J. B. Reome et al., “Tc17,
a unique subset of CD8 T cells that can protect against lethal

influenza challenge,” The Journal of Immunology, vol. 182,
no. 6, pp. 3469–3481, 2009.

[15] L. E. Harrington, R. D. Hatton, P. R. Mangan et al., “Interleu-
kin 17–producing CD4+ effector T cells develop via a lineage
distinct from the T helper type 1 and 2 lineages,” Nature
Immunology, vol. 6, no. 11, pp. 1123–1132, 2005.

[16] S. Q. Crome, A. Y. Wang, and M. K. Levings, “Translational
mini-review series on Th17 cells: function and regulation of
human T helper 17 cells in health and disease,” Clinical and
Experimental Immunology, vol. 159, no. 2, pp. 109–119, 2010.

[17] S. J. Liu, J. P. Tsai, C. R. Shen et al., “Induction of a distinct
CD8 Tnc17 subset by transforming growth factor-β and inter-
leukin-6,” Journal of Leukocyte Biology, vol. 82, no. 2, pp. 354–
360, 2007.

[18] T. M. Carr, J. D. Wheaton, G. M. Houtz, andM. Ciofani, “JunB
promotes Th17 cell identity and restrains alternative CD4+ T-
cell programs during inflammation,”Nature Communications,
vol. 8, p. 301, 2017.

[19] Z. Liu, Y. Huang, B. B. Cao, Y. H. Qiu, and Y. P. Peng, “Th17
cells induce dopaminergic neuronal death via LFA-1/ICAM-1
interaction in a mouse model of Parkinson’s disease,”Molecu-
lar Neurobiology, vol. 54, no. 10, pp. 7762–7776, 2017.

[20] X. Wang, C. C. Chan, M. Yang et al., “A critical role of IL-17 in
modulating the B-cell response during H5N1 influenza virus
infection,” Cellular & Molecular Immunology, vol. 8, no. 6,
pp. 462–468, 2011.

[21] L. Wang, X. Wang, L. Tong et al., “Recovery from acute
lung injury can be regulated via modulation of regulatory
T cells and Th17 cells,” Scandinavian Journal of Immunol-
ogy, vol. 88, no. 5, article e12715, 2018.

[22] H. Park, Z. Li, X. O. Yang et al., “A distinct lineage of CD4 T
cells regulates tissue inflammation by producing interleukin
17,” Nature Immunology, vol. 6, no. 11, pp. 1133–1141, 2005.

[23] C. R. Crowe, K. Chen, D. A. Pociask et al., “Critical role of
IL-17RA in immunopathology of influenza infection,” Jour-
nal of Immunology, vol. 183, no. 8, pp. 5301–5310, 2009.

[24] P. Yang, X. Lou, Y. Zheng et al., “Cytokines and chemokines in
mild/asymptomatic cases infected with avian influenza A
(H7N9) virus,” Journal of Medical Microbiology, vol. 65,
no. 10, pp. 1232–1235, 2016.

[25] Y. Chi, Y. Zhu, T. Wen et al., “Cytokine and chemokine levels
in patients infected with the novel avian influenza A (H7N9)
virus in China,” The Journal of Infectious Diseases, vol. 208,
no. 12, pp. 1962–1967, 2013.

[26] A. C. Y. Lee, K. K. W. To, H. Zhu et al., “Avian influenza virus
A H7N9 infects multiple mononuclear cell types in peripheral
blood and induces dysregulated cytokine responses and apo-
ptosis in infected monocytes,” The Journal of General Virology,
vol. 98, no. 5, pp. 922–934, 2017.

[27] P. Jiao, Y. Song, J. Huang et al., “H7N9 avian influenza virus is
efficiently transmissible and induces an antibody response in
chickens,” Frontiers in Immunology, vol. 9, p. 789, 2018.

[28] B. J. Cowling, L. Jin, E. H. Lau et al., “Comparative epidemiol-
ogy of human infections with avian influenza A H7N9 and
H5N1 viruses in China: a population-based study of
laboratory-confirmed cases,” The Lancet, vol. 382, no. 9887,
pp. 129–137, 2013.

[29] K. K. W. To, J. F. W. Chan, H. Chen, L. Li, and K.-Y. Yuen,
“The emergence of influenza A H7N9 in human beings 16
years after influenza A H5N1: a tale of two cities,” The Lancet
Infectious Diseases, vol. 13, no. 9, pp. 809–821, 2013.

10 Journal of Immunology Research

http://downloads.hindawi.com/journals/jir/2019/1418251.f1.pdf


[30] K. K.-W. To, J. F.-W. Chan, and K.-Y. Yuen, “Viral lung infec-
tions: epidemiology, virology, clinical features, and manage-
ment of avian influenza A(H7N9),” Current Opinion in
Pulmonary Medicine, vol. 20, no. 3, pp. 225–232, 2014.

[31] S. Su, M. Gu, D. Liu et al., “Epidemiology, evolution, and
pathogenesis of H7N9 influenza viruses in five epidemic waves
since 2013 in China,” Trends in Microbiology, vol. 25, no. 9,
pp. 713–728, 2017.

[32] C. Bui, A. Bethmont, A. A. Chughtai et al., “A systematic
review of the comparative epidemiology of avian and human
influenza A H5N1 and H7N9 - lessons and unanswered ques-
tions,” Transboundary and Emerging Diseases, vol. 63, no. 6,
pp. 602–620, 2016.

[33] C. Ke, C. K. P. Mok, W. Zhu et al., “Human infection with
highly pathogenic avian influenza A(H7N9) virus, China,”
Emerging Infectious Diseases, vol. 23, no. 8, pp. 1332–1340,
2017.

[34] S. H. Lu, X. H. Xi, Y. F. Zheng, Y. Cao, X. N. Liu, and H. Z. Lu,
“Analysis of the clinical characteristics and treatment of two
patients with avian influenza virus (H7N9),” Bioscience
Trends, vol. 7, no. 2, pp. 109–112, 2013.

[35] E. Chen, Y. Chen, L. Fu et al., “Human infection with avian
influenza A(H7N9) virus re-emerges in China in winter
2013,” Euro Surveillance, vol. 18, no. 43, 2013.

[36] J. C. Gaardbo, H. J. Hartling, K. Thorsteinsson, H. Ullum, and
S. D. Nielsen, “CD3+CD8+CD161high Tc17 cells are depleted in
HIV-infection,” AIDS, vol. 27, no. 4, pp. 659–662, 2013.

[37] L. A. Tesmer, S. K. Lundy, S. Sarkar, and D. A. Fox, “Th17 cells
in human disease,” Immunological Reviews, vol. 223, no. 1,
pp. 87–113, 2008.

[38] B. Yang, Y. Wang, C. Zhao et al., “Increased Th17 cells and
interleukin-17 contribute to immune activation and disease
aggravation in patients with chronic hepatitis B virus infec-
tion,” Immunology Letters, vol. 149, no. 1-2, pp. 41–49, 2013.

[39] G. L. Zhang, T. Zhang, Q. Y. Zhao, C. Xie, C. S. Lin, and
Z. L. Gao, “Increased IL-17-producing CD8+ T cell frequency
predicts short-term mortality in patients with hepatitis B
virus-related acute-on-chronic liver failure,” Therapeutics
and Clinical Risk Management, vol. 14, pp. 2127–2136, 2018.

[40] A. Suryawanshi, T. Veiga-Parga, N. K. Rajasagi et al., “Role of
IL-17 and Th17 cells in herpes simplex virus-induced corneal
immunopathology,” Journal of Immunology, vol. 187, no. 4,
pp. 1919–1930, 2011.

[41] Q. Zou, Y. Hu, J. Xue et al., “Use of praziquantel as an adjuvant
enhances protection and Tc-17 responses to killed H5N1 virus
vaccine in mice,” PLoS One, vol. 7, no. 4, article e34865, 2012.

[42] H. Hamada, E. Bassity, A. Flies et al., “Multiple redundant
effector mechanisms of CD8+ T cells protect against influenza
infection,” The Journal of Immunology, vol. 190, no. 1,
pp. 296–306, 2013.

[43] C. Chen, W. Sun, J. Chen, and J. A. Huang, “Dynamic varia-
tions of the peripheral blood immune cell subpopulation in
patients with critical H7N9 swine-origin influenza A virus
infection: a retrospective small-scale study,” Experimental
and Therapeutic Medicine, vol. 13, no. 4, pp. 1490–1494, 2017.

[44] K. Fan, Y. Jia, S. Wang et al., “Role of Itk signalling in the inter-
action between influenza A virus and T-cells,” The Journal of
General Virology, vol. 93, Part 5, pp. 987–997, 2012, Pt 5.

[45] S. K. Dougan, J. Ashour, R. A. Karssemeijer et al., “Antigen-
specific B-cell receptor sensitizes B cells to infection by influ-
enza virus,” Nature, vol. 503, no. 7476, pp. 406–409, 2013.

[46] E. H. Fleming, E. E. Ochoa, J. E. Nichols, M. K. O'Banion, A. R.
Salkind, and N. J. Roberts Jr, “Reduced activation and prolifer-
ation of human lymphocytes exposed to respiratory syncytial
virus compared to cells exposed to influenza virus,” Journal
of Medical Virology, vol. 90, no. 1, pp. 26–33, 2018.

[47] A. Schiller, T. Zhang, R. Li et al., “A positive control for detec-
tion of functional CD4 T cells in PBMC: the CPI pool,” Cell,
vol. 6, no. 4, 2017.

[48] I. I. Ivanov, B. S. McKenzie, L. Zhou et al., “The orphan nuclear
receptor RORγt directs the differentiation program of proin-
flammatory IL-17+ T helper cells,” Cell, vol. 126, no. 6,
pp. 1121–1133, 2006.

[49] U. Guendisch, J. Weiss, F. Ecoeur et al., “Pharmacological inhi-
bition of RORγt suppresses the Th17 pathway and alleviates
arthritis in vivo,” PLoS One, vol. 12, no. 11, article e0188391,
2017.

[50] N. Isailovic, K. Daigo, A. Mantovani, and C. Selmi, “Interleu-
kin-17 and innate immunity in infections and chronic inflam-
mation,” Journal of Autoimmunity, vol. 60, pp. 1–11, 2015.

[51] H. Tilg, A. R. Moschen, and A. Kaser, “Suppression of
interleukin-17 by type I interferons: a contributing factor
in virus-induced immunosuppression?,” European Cytokine
Network, vol. 20, no. 1, pp. 1–6, 2009.

[52] E. Lockhart, A. M. Green, and J. L. Flynn, “IL-17 production is
dominated by γδ T cells rather than CD4 T cells duringMyco-
bacterium tuberculosis infection,” The Journal of Immunology,
vol. 177, no. 7, pp. 4662–4669, 2006.

[53] S. Molet, Q. Hamid, F. Davoineb et al., “IL-17 is increased in
asthmatic airways and induces human bronchial fibroblasts
to produce cytokines,” The Journal of Allergy and Clinical
Immunology, vol. 108, no. 3, pp. 430–438, 2001.

[54] T. Korn, E. Bettelli, M. Oukka, and V. K. Kuchroo, “IL-17 and
Th17 cells,” Annual Review of Immunology, vol. 27, no. 1,
pp. 485–517, 2009.

[55] X. Luo, H. Xie, D. Chen et al., “Changes in NK and NKT cells
in mesenteric lymph nodes after a Schistosoma japonicum
infection,” Parasitology Research, vol. 113, no. 3, pp. 1001–
1009, 2014.

11Journal of Immunology Research


	Decreased Frequencies of Th17 and Tc17 Cells in Patients Infected with Avian Influenza A (H7N9) Virus
	1. Introduction
	2. Materials and Methods
	2.1. Patients and Blood Samples
	2.2. Cell Culture
	2.3. Virus Culture and Infection
	2.4. Indirect Immunofluorescence Assay (IFA)
	2.5. Antibodies and Flow Cytometric Analysis
	2.6. ELISA
	2.7. RNA Extraction and Quantitative Real-Time RT-PCR
	2.8. Statistical Analysis

	3. Results
	3.1. Clinical Characteristics of H7N9 Patients
	3.2. Changes in Th17 and Tc17 Cells among PBMCs of H7N9 Patients in the Acute Phase and Recovery Phases
	3.3. Low Serum Protein and mRNA Levels of IL-17A with Reduced Th17 and Tc17 Cell Frequencies in Acute-Phase H7N9 Patients
	3.4. H7N9 Virus Effectively Directly Infected Human PBMCs In Vitro
	3.5. The Frequencies of Th17 and Tc17 Cells Decreased in Human PBMCs Infected with the H7N9 Virus at Different Time Points Postinfection In Vitro
	3.6. Levels of IL-17A Were Reduced in PBMCs Infected with the H7N9 Virus In Vitro
	3.7. Th17 Cells Were the Predominant Sources of IL-17A among PBMCs Infected with the H7N9 Virus

	4. Discussion
	5. Conclusions
	Data Availability
	Conflicts of Interest
	Acknowledgments
	Supplementary Materials

